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-All data-sets and corresponding FASTQ files can be found under accession number: GSE160036

Sample sizes for each group were determined based on availability of archived material. Each cohort increased in sample size as we continued
to optimize our method for high-throughput detection of SARS-CoV-2, and a proportionate number of negative samples were included to
recapitulate positive infection rates within the population.

39 putative positive samples were excluded because we were unable to confirm positivity.

Clinical diagnosis of samples were validated by benchmarking with both Beijing Genomics Institute qRT-PCR and SeeGene Allplex qRT-PCR
assays, as approved by CDC guidelines.

Samples were not randomized in this study. Samples were allocated as either negative- or positive-SARS-CoV-2 based on both time of
collection (pre- and post-SARS-CoV-2 retrieval) and clinical diagnosis by standard procedures.

Experiments were not blinded given that we already knew clinical diagnostic result of each sample.

ATCC human embryonic kidney 293 cells, and contains the SV40 T-antigen (HEK293T)

Cell line was not authenticated

Regularly perform mycoplasma testing in our lab cultures. This cell line was tested negative for mycoplasma.

No commonly misidentified cell lines were used in this study.




